Long noncoding RNAs (lncRNAs) have important biological functions as competing endogenous RNAs (ceRNAs) in tumors, yet the functions and regulatory mechanisms of lncRNA-related ceRNAs in gastric cancer have not been fully elucidated.
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QI et al 1 | BACKGROUND Gastric cancer is the fifth most common malignancy in the world. 1 According to the most recent global cancer statistics, there will be more than 1 million new cases of gastric cancer in 2018, along with 783,000 attributed deaths, making it the third most deadly form of cancer worldwide. 2 Helicobacter pylori (H pylori) infection, salt-preserved foods and low fruit intake, tobacco smoking, and alcohol consumption are all risk factors for gastric cancer. 3, 4 However, the development of gastric cancer is a complex and multifaceted process that results from the involvement of multiple molecules and biological mechanisms, and its pathogenesis remains largely unknown. Currently, there is a lack of effective biomarkers for the diagnosis and prognosis of gastric cancer.
Noncoding RNAs (ncRNAs), a class of RNAs with no known protein-coding functions, can be categorized into three subclasses according to their size including, short with 20-50 nucleotides (nt), mid with 50-200 nt, and long with >200 nt. 5, 6 MicroRNAs (miRNAs), a type of short ncRNAs with approximately 22 nt, 7 can partially or entirely bind to the 3′-untranslated regions (3′-UTRs) of target genes to promote the degradation of targeted mRNAs and translation suppression, along with the negative regulation of gene expression at posttranscriptional levels. 8, 9 Long noncoding RNAs (lncRNAs) have more than 200 nt and are known to participate in several physiological and pathological processes, including gene imprinting, chromatin modification, epigenetic regulation, dosage compensation, cell cycle regulation, and cell differentiation in terms of RNA. 10, 11 Recently, lncRNAs were found to be involved in the occurrence and development of malignant tumors. For example, colon cancer-associated transcript 1 (CCAT1), HOX transcript antisense RNA (HOTAIR), and plasmacytoma variant translocation 1 gene (PVT1) were all found to have essential roles in tumor growth and metastasis. [12] [13] [14] [15] LncRNA functions through a variety of mechanisms. For example, the competing endogenous RNA (ceRNA) hypothesis presented by Salmena et al 16 suggested that multiple RNAs can interact with each other through miRNA response elements (MREs). The ceRNA networks combine the function of protein-coding mRNAs with that of ncRNAs such as circular RNAs (circRNAs), miRNAs, or lncRNAs. 17 The physiological functions of cells may be disturbed when some RNAs in the ceRNA network are abnormally expressed as they can competitively affect the expression of other RNAs. This can have a profound impact on the occurrence and progression of many diseases, including cancer.
In this study, gastric cancer data were collected from The Cancer Genome Atlas (TCGA), which included RNA expression patterns of 372 tumor samples and 32 nontumor samples.
According to bioinformatic predictions and analyses, a ceRNA network with 207 lncRNAs, 73 miRNAs, and 224 mRNAs was constructed. Meanwhile, the potential biological functions and the clinical features of lncRNAs were also identified. The expression of specific lncRNAs was validated by quantitative real-time PCR (qRT-PCR) in gastric cancer cells. And, the flowchart of this research is shown in Figure 1 . Through this analysis, we aim to understand the pathogenesis of gastric cancer better and reveal some potential lncRNA biomarkers.
| MATERIALS AND METHODS

| Data collection
The gastric cancer RNA expression profiles (level 3) were downloaded from TCGA (https ://portal.gdc.cancer.gov/) database using the RTCGAToolbox R package. 18 This included count data of RNA sequencing containing mRNAs and lncRNAs expression profiles via RNASeqV2 and mi-croRNAs sequencing data analyzed by Illumina HiSeq 2000 miRNAseq platforms. A total of 404 samples were analyzed, which included 372 tumor tissue samples and 32 noncancerous tissue samples. Annotations from the GENCODE project (http://www.genco degen es.org) were used to identify lncRNA expression data from mRNA expression profiles. 19 Clinical and demographic data of 372 gastric cancer patients were extracted from the TCGA, including age, gender, race, pathological stage, pathological tumor (T), pathological node (N), pathological metastasis (M), and H pylori infection.
| Screening of differentially expressed RNAs
The RNA expression profile data downloaded from the TCGA were analyzed with the DESeq2 R package. 20 By setting the |log 2 fold change|> 1 with an adjusted false discovery rate (FDR) of P < .001 as the criteria, the differentially expressed lncRNAs (DElncRNAs), differentially expressed mRNAs (DEmRNAs), and differentially expressed miRNAs (DEmiRNAs) were screened for subsequent analysis. The Circos plot was visualized using the RCircos R package.
| Prediction of lncRNA-miRNA and miRNA-mRNA interactions
We used DElncRNAs, DEmiRNAs, and DEmRNAs to construct the regulatory network. First, we predicted the lncRNA-miRNA interactions based on DEmiRNAs using the experimental module DIANA-LncBase Version 2 (http://www.micro rna.gr/LncBase). 21 Secondly, TargetScan (http://www.targe tscan.org), 22 miRDB (http://www.mirdb. org/), 23, 24 and DIANA-TarBase Version 8 (http://www.micro rna.gr/tarbase) 25 were used to predict the interactions between DEmiRNAs and DEmRNAs, and the miRNA-mRNA interactions detected in these three databases were adopted. Ultimately, we retained interactions with the DElncRNAs, DEmiRNAs, and DEmRNAs, and constructed a lncRNArelated ceRNA network with Cytoscape Version 3.6.1 based on how lncRNAs can affect the function of miRNAs and act as miRNA sponges to regulate mRNA expression. 16 
| Gene Ontology and the Kyoto
Encyclopedia of Genes and Genomes pathway enrichment analysis
The DAVID Version 6.8 (Database for Annotation, Visualization, and Integrated Discovery, http://david.abcc.ncifc rf.gov/) 26 and Metascape (http://metas cape.org) 27 tools were used for the functional analysis of DEmRNAs in the ceRNA network. The biological processes in Gene Ontology (GO) and the Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways (P < .05) were selected to analyze their biological function. The significant enrichment results were visualized using the ggplot2 R package 28 and Cytoscape Version 3.6.1.
| Integration of protein-protein interaction (PPI) networks and module analysis
To further investigate the function of DEmRNAs in the ceRNA network at the protein level, the Search Tool for the Retrieval of Interacting Genes (STRING) database was used. 29 ceRNA network-specific DEmRNAs were mapped to STRING, and the median confidence score (0.4) was used to evaluate the protein interactions. Next, Cytoscape Version 3.6.1 was used to construct the PPI network, and the Plug-in Molecular Complex Detection (MCODE) was used to filter the module of the PPI network based on the criteria of having an MCODE score ≥3 and number of nodes ≥3. In addition, mRNAs in the modules were selected as core RNAs to constitute a subnetwork.
| Clinical features analysis of key lncRNAs
The lncRNAs from the subnetwork were chosen as key lncRNAs to study their associations with specific clinical signatures of the patients, including age, gender, tumor stage, tumor infiltration, lymphatic and distant metastasis, and H pylori infection with the edgeR R package 30 and QI et al criteria of |log 2 fold change|> 1 and an adjusted FDR of P < .05. In addition, the R packages of survival and survminer were used to analyze the correlation between the expression of key lncRNAs and overall survival (log-rank test P < .5). Meanwhile, the univariate and multivariate Cox regression analyses were performed on the relative expression of key lncRNAs to construct a lncRNA-associated risk score model, and evaluate whether the risk score model is an independent prognostic indicator. Receiver operating characteristic (ROC) analysis was performed with the pROC R package. 31 
| Regression analysis of key lncRNAs and DEmRNAs
The regression analysis of the relative expression level of key lncRNAs and core DEmRNAs was analyzed and visualized by ggpubr and ggplot2 R packages by setting r ≥ .3 and P < .05 as the criteria.
| RNA extraction and qRT-
PCR validation
The normal human gastric epithelial cell line, GES-1, and human gastric cancer cell lines, BGC-823, HGC-27, MGC-803, SGC-7901, AGS, and MKN-28, were maintained in our lab. The cells were cultured in Dulbecco's Modified Eagle's Medium (DMEM, Gibco, Gaithersburg, MD, USA) supplemented with 10% fetal bovine serum (FBS, Gibco, Gaithersburg, MD, USA) and antibiotics (penicillin 100 U/ mL, streptomycin 100 µg/mL, Sigma Aldrich, St. Louis, MO, USA) in a humidified environment at 37 ℃ and 5% CO 2 . Cells used for experiments were in the logarithmic growth phase.
Total RNA was extracted from cells using the RNA pure kit from Tiangen Biotech Co. (Beijing, China), which was reverse transcribed into cDNA using a reverse transcription kit (Takara, Dalian, China). Next, qRT-PCR was performed using the FastStart Universal SYBR Green Master (Roche, Basel, Switzerland) on an ABI PRISM 7300plus Sequence Detection system (Applied Biosystems, Foster City, CA, USA). The results were calculated using the 2 −ΔΔCt method, where ΔΔCt = (Ct RNA − Ct β-actin ) tumor − (Ct RNA − Ct β-actin ) nontumor, and fold change = 2 -ΔΔCt . The qRT-PCR reactions were repeated in triplicate. Primers for qRT-PCR were synthesized by Sangon Biotech (Shanghai, China), and the sequences may be found in Table 1 . The log-rank test was used in the Kaplan-Meier survival curve analysis, and the ANOVA was used in qRT-PCR analysis. Any P-value <.05 was considered statistically significant.
| Statistical analysis
| RESULTS
| Clinical and demographic patient data
The clinical and demographic information of the 372 gastric cancer patients are shown in Table 2 (Additional File 1). The patients were pathologically diagnosed as having gastric cancer. The median age was 66 years (range: 35-90 years). The number of male patients was higher than females with a male to female ratio of 1.8. H pylori infections were detected in 4.6% of the patients.
| Differentially expressed lncRNAs, miRNAs, and mRNAs
A total of 2221 lncRNAs, 168 miRNAs, and 3879 mRNAs were identified as being differentially expressed between gastric tumor tissues and nontumor tissues with considering |log 2 fold change| > 1 and an adjusted FDR of P < .001. Among them, 1513 lncRNAs, 109 miRNAs, and 1738 mRNAs were upregulated, while 708 lncRNAs, 59 miR-NAs, and 2141 mRNAs were downregulated. In addition, 22 lncRNAs, 7 miRNAs, and 46 mRNAs were upregulated more than 10-fold in the gastric cancer tissues compared to the noncancerous control tissues. The differences in the expression of lncRNAs, miRNAs, and mRNAs among the samples were shown by a hierarchical clustering analysis ( Figure 2 ; Additional File 2). Moreover, the DElncRNAs and DEmRNAs were found to be broadly located in all chromosomes, including chromosomes X and Y ( Figure 3 ; Additional File 2).
| Construction of the miRNA-lncRNA-mRNA ceRNA network
The lncRNAs and mRNAs targeted by miRNAs were screened basing on the interactions among the DElncRNAs, DEmRNAs, and DEmiRNAs described above. Only 73 of 168 DEmiRNAs were predicted to target 207 of the 2221 DElncRNAs based on DIANA-LncBase Version 2 experimental module. Next, the 73 selected DEmiRNAs were used to predict the targeted mRNAs using TargetScan, miRDB, and DIANA-TarBase Version 8. The predicted mRNAs were compared with 3879 specific DEmRNAs, and only 224 mRNAs that existed in both groups were found to be associated with 73 miRNAs. The representative interactions among lncRNAs, miRNAs, and mRNAs are shown in Tables 3 and 4 .
Depending on the interactions between lncRNA-miRNA and miRNA-mRNA, we constructed a lncRNA-miR-NA-mRNA ceRNA network consisting of 207 lncRNAs, 73 miRNAs, and 224 mRNAs with a total of 803 interactions. We found that hsa-miR-19a-3p in the ceRNA network had the highest degree of 50 interactions, which are closely associated with the development and progression of tumors, including gastric cancer. 32, 33 There were many other nodes with more than 20 degrees that likely play roles as hub-genes in the network ( Figure 3B ,C). The degree of one node is the number of edges that connect with others in the same network.
| Functional analysis of the ceRNA network-associated DEmRNAs
At present, the function of most lncRNAs has not been studied extensively. By analyzing the function of ceRNA network-associated DEmRNAs, we can predict the role of lncRNAs in gastric cancers. We utilized these DEmRNAs for GO and KEGG pathway analysis using DAVID, which was combined with Metascape bioinformatic tools. The top 15 GO biological process terms and top 10 KEGG pathways of upregulated and downregulated genes, basing on the p-values, were chosen for biological function analysis ( Figure 4 ). Among these pathways, the JAK-STAT, MAPK, and PI3K-Akt signaling pathways and ECM-receptor interactions have been reported to be correlated with the proliferation, invasion, and metastasis of cancer in patients. [34] [35] [36] [37] 
| Module screening of the proteinprotein interaction (PPI) network
Based on the STRING database, we used the ceRNA-related DEmRNAs to build a PPI network for investigating the function of DEmRNAs at the protein level, along with filtering of functional genes. This PPI network consisted of 145 nodes and 318 edges, and the top 5 predominant nodes with highest degrees were JUN (degree = 27), BCL2 (degree = 25), PCNA (degree = 25), CCNB1 (degree = 24), and CDK1 (degree = 24). Next, we used the plug-in MCODE to analyze the network and chose the top 3 modules (module 1-3) for further analysis (Figure 5A,B) . The functional analysis of the mRNAs from module 1-3 showed that these genes were primarily associated with the cell cycle, protein digestion and absorption, PI3K-Ak signaling, and ECM-receptor interactions (Table 5 ).
| Key lncRNAs clinical feature analysis
Based on the functional analysis described above, we used the mRNAs involved in PPI module 1-3 to reconstruct a ceRNA subnetwork with 76 lncRNAs, 17 miRNAs, and 20 mRNAs ( Figure 5C ). The 76 lncRNAs involved in the ceRNA subnetwork were selected as key lncRNAs. For further analysis, we identified several correlations between these lncRNAs and clinical signatures, including gender, age, tumor stage, lymphatic metastasis, distant metastasis, and H pylori infection. The gastric cancer samples were classified into several subgroups basing on individual clinical features. Next, we performed a comparative analysis of these 76 lncRNAs expression profiles setting the thresholds as |log 2 fold change| > 1 and an adjusted FDR P < .05. highly up-regulated in liver cancer (HULC) and Table 6 ). The overall survival of the 76 key lncRNAs was also analyzed using the Kaplan-Meier curve analysis. The 372 patients with complete clinical information were divided into high and low expression groups based on the median value of the expression for each lncRNA, and the results showed that eight lncRNAs were associated with the overall survival of patients. Among them, AC018647.3, MAGI2-AS3, MIR99AHG, and NR2F1-AS1 were negatively associated with overall survival, whereas LINC00106, PVT1, RP5-1074L1.4, and RP11-7K24.3 were positively correlated with overall survival (log-rank P < .05) ( Figure 6 ). These results suggested that LINC00106, PVT1, RP5-1074L1.4, and RP11-7K24.3 may play protective roles in the development of gastric cancer.
| lncRNAs are associated with overall survival and risk stratification
Univariate Cox regression analysis was performed on the relative expression of 76 key lncRNAs, and identified four lncRNAs that were closely associated with overall survival (P < .01), including RP11-999E24.3 (P = .000715), MAGI2-AS3 (P = .00589), LINC00106 (P = .00758), and AC018647.3 (P = .00793). Then, based on the correlation coefficient of the expression of lncRNAs in the multivariate Cox regression analysis, we selected two lncRNAs to construct a risk factor prediction linear model as follows: risk score = (0.6352 × expression value of RP11-999E24.3+(−0.5783) × expression value of LINC00106). Then, we performed a Kaplan-Meier analysis on the patients who were divided into high-risk and low-risk groups using the median risk factor as a cutoff point. The result showed significant differences in the overall survival between the two groups (log-rank P < .05), and the mean overall survival days of the high-risk group (543 days) were shorter than that of the low-risk group (611.8 days).The area under curve (AUC) in the ROC analysis was 0.614, indicating that the risk score model has high sensitivity and specificity ( Figure  7A -C). All patients were divided by age into elder (age > 66) and younger (age ≤ 66) groups, the result of Kaplan-Meier analysis showed that the risk score model was a potential prognostic factor in both elder and younger gastric patient groups (elder group, log-rank P = .012; younger group, logrank P = .0065) ( Figure 7D ). Then the patients with pathologic stages I-II and pathologic stages III-IV were classified into two groups, to evaluate whether the risk score model can predict the overall survival time of gastric patients in different pathologic stage; the results showed that the differences of overall survival time between high-risk and low-risk groups were significant in patients of pathologic stages Ⅲ-Ⅳ and pathologic stages I-II (stages III-IV, log-rank P = .011; stages I-II, log-rank P = .04) ( Figure 7E ). So we speculated that the prognostic potential of the risk score model may be age-independent and exists in the development of gastric cancer. Finally, we used univariate Cox regression analysis to analyze the risk score model and other clinical features, and found that the prognostic value of pathologic stage, pathologic T, pathologic N, and pathologic M was statistically significant, similar to risk score model. Through multivariate Cox regression analysis, we found that pathologic stage, pathologic T, and pathologic N were not associated with the prognosis of gastric cancer patients, and the risk score model Figure  7F ). And, we used the Tests for Two Survival Curves Using Cox's Proportional Hazards Model to perform power calculation. In our study, the number of events is 149 (62 in the low-risk score group and 87 in the high-risk score group) and the actual hazard ratio is 3.180. Results showed that, with an overall sample size of 372 subjects (of which 186 are in the low-risk score and 186 are in the high-risk score group), the two-sided test can achieve 100% power at a 0.025 significance level. Above all, we speculated that the two lncRNAs might not only aberrantly express in gastric cancer but may also be closely associated with overall survival of gastric cancer patients.
| Correlations between lncRNAs and mRNAs
lncRNAs act via various biological mechanisms, not only as ceRNAs to affect the expression of genes but also to regulate the expression of mRNAs by cis-patterns or distant genes by trans-patterns. 38, 39 We performed linear regression analysis on the nine overall survival-related lncRNAs and 20 mRNAs that were involved in the ceRNA subnetwork, and the positive correlations were selected for 34 lncRNA-mRNA pairs. The results showed that MAGI2-AS3, NR2F1-AS1, and MIR99AHG were highly correlated with THBS2, and MAGI2-AS3-COL21A1, MAGI2-AS3-COL5A2, and MIR99AHG-COL21A1 also had higher correlations . Then, we found that miR-143-3p is a shared miRNA between lncRNAs and mRNAs, including MAGI2-AS3-miR-143-3p-COL1A1, NR2F1-AS1-miR-143-3pCOL1A1, and RP11-999E24.3-miR-143-3p-COL1A1, and speculated that miR-143-3p and COL1A1 may be key genes involved in ceRNA pathways for gastric cancer (Figure 8 ).
| Validation of dysregulated lncRNAs in qRT-PCR
To validate the bioinformatics analysis results, we utilized qRT-PCR to detect the expression of specific lncRNAs. Through our confirmation, HULC (related to clinical features) was overexpressed in gastric carcinoma cell lines. In addition, RP11-314B1.2 was overexpressed in BGC-823, MGC-803, and SGC-7901 cells but was expressed at low levels in HGC-27, AGS, and MKN28 cells. Moreover, the overall survival-related lncRNAs RP11-999E24.3, NR2F1-AS1, and AC018647.3 were overexpressed in BGC-823, MGC-803, HGC-27, SGC7901, AGS, and MKN28 cells, and MAGI2-AS3, PVT1, and RP11-7K24.3 showed low levels of expression in BGC-823, MGC-803, HGC-27, SGC7901, AGS, and MKN28 cells (Figure 9 ).
| DISCUSSION
Gastric cancer is the fifth most common form of cancer worldwide. 1,2 Gastroscopy is the most common method for examining gastric cancer, and surgery is the only effective method to effectively treat disease. However, most patients with gastric cancer are asymptomatic for years, resulting in the majority of patients being diagnosed with advanced stage disease. This may also be due to the lack of effective diagnostic biomarkers for the early diagnosis and treatment of gastric cancer. Bioinformatics and other technologies can be used to identify new biomarkers, yet there has been minimal success in this field. Recently, multiple studies uncovered the role of lncRNAs in the development of tumors. 40, 41 According to the ceRNA hypothesis, ceRNA can bind miR-NAs through MREs to affect miRNA-induced gene silencing, and ceRNA includes various types of RNA transcripts, such as circRNAs, lncRNAs, pseudogenes, and protein-encoding mRNAs. 16 Studies have reported that miRNAs and their ceRNA targets, including lncRNAs and mRNAs, can build complex regulatory networks that are closely related to the occurrence and progression of many carcinomas. 42 In this study, we identified 2221 lncRNAs, 168 miRNAs, and 3879 mRNAs that were differentially expressed between gastric tumor tissues and noncancerous tissues based on the RNA expression profiles from the TCGA. Next, we constructed a lncRNA-miRNA-mRNA ceRNA network by utilizing the bioinformatic tools and performed GO and KEGG functional analyses on the ceRNA networks-related DEmRNAs. Through modularization, the core RNAs of each module were chosen as the key genes for further investigation. STRING was used to establish a PPI network for screening the modules to extract the ceRNA subnetwork. lncRNAs in the subnetwork were selected as the key lncRNAs, then we investigated the correlations between these lncRNAs and clinical features of gastric cancer patients. Nine of the 76 key lncRNAs were found to be associated with the overall survival of patients. Moreover, two lncRNAs correlated with overall survival were screened to establish a predictive model. Our findings presented in this study were validated by qRT-PCR in cells.
Using GO and KEGG, we analyzed the ceRNA networks-related DEmRNAs. According to ceRNA hypothesis, lncRNAs can regulate the expression of mRNAs by acting as miRNA sponges, suggesting that the biological function of lncRNAs may be similar to that of mRNAs. Through GO annotation, we found that specific genes may be involved in the several biological processes, including the regulation of apoptotic processes, cell cycle, and angiogenesis. The enriched KEGG pathways with upregulated expression of DEmRNAs included the p53 signaling pathway, ECM-receptor interaction, and PI3K-Akt signaling pathway. The pathways with downregulated expression of DEmRNAs included the JAK-STAT signaling pathway and MAPK signaling pathway, which were previously found to be associated with malignant tumors. [34] [35] [36] [37] 43 The PI3K-Akt signaling pathway has been shown to participate in cell proliferation, migration, differentiation, survival, and trafficking in vitro. 44 Through our module analysis of the PPI network, the mRNAs in the main modules were used as the core genes to further extract a subnetwork from the entire ceRNA network. Modularization can simplify the complex network into several modules for further research, and cores in the modules may have important functions. Several studies have shown that the core genes of the modules, such as COL1A1 and COL10A, participate in the invasion and [45] [46] [47] Thrombospondin 2 (THBS2) has also been reported to inhibit tumor growth and angiogenesis and has been recommended as a potential diagnostic biomarker for several types of cancer. 48, 49 In addition, karyopherin subunit alpha 2 (KPNA2) is associated with cell proliferation, migration, and apoptosis, and has been found upregulated in many cancers and is an indicator of a poor prognosis. 50, 51 The abnormal activation of cyclin-dependent kinase 1 (CDK1) has been reported to be associated with proliferation and apoptosis regulation of cancer cells. 52 The functional analysis showed that these genes were also involved in the cell cycle, ECMreceptor interactions, and the PI3K-Akt signaling pathway. lncRNAs were correlated with the core genes in the modules through the co-expression network and may play a regulatory role in the biological functions. Thus, the ln-cRNAs in the ceRNA subnetworks may be chosen as key lncRNAs for the analysis.
In the analysis of the correlation of lncRNAs and clinical features, we found that HULC was most closely associated with the clinical features of patients, including tumor stage, lymphatic and distant metastasis, and H pylori infection. Previously, HULC was found to be highly expressed in gastric cancer, which was accompanied by lymph node and distant metastases, and it can enhance autophagy and the EMT phenotype. 53 These studies also confirmed the reliability of our analysis used in the current study. Moreover, RP11-314B1.2 was also associated with several clinical features, including age, tumor stage, tumor infiltration, and lymphatic metastasis. However, there are few reports on the correlations of RP11-314B1.2 with cancers. Thus, the genes related to RP11-314B1.2 that were predicted by the ceRNA network included five mRNAs (CCNA2, COL21A1, COL5A2, COL4A1, and THBS2) mediated by three miRNAs (hsa-miR-29c-3p, hsa-miR-335-3p, and hsa-miR-767-5p). Through the analysis mentioned above, we suspected that RP11-314B1.2 might also function in the progression and development of tumors, and we confirmed the differential expression of HULC and RP11-314B1.2 in gastric cancer cells when compared with noncancerous cells by qRT-PCR. The depth of tumor infiltration (pathologic T) is an established independent risk factor for gastric cancer that has been applied to the staging system for medical guidance, and upper gastrointestinal endoscopy is the current gold standard for the diagnosis of gastric cancer. 54 Recently, several research groups have established new predictive models to more accurately and quickly predict the prognosis of gastric cancer patients. 55, 56 In this study, nine lncRNAs (AC018647.3, MAGI2-AS3, MIR99AHG, NR2F1-AS1, LINC00106, PVT1, RP5-1074L1.4, RP11-7K24.3, and RP11-999E24.3) were found to be associated with the overall survival of patients. Among these lncRNAs, PVT1 is one of the best studied lncRNAs. The growing evidence shows that PVT1 promotes proliferation, invasion, metastasis, and drug resistance in many cancer cells, 57 and can act as a prognostic indicator. 58 MAGI2-AS3 is another confirmed lncRNA that can suppress hepatocellular carcinoma cell proliferation and migration by acting as an endogenous sponge of miR-374b-5p. 59 regulate hepatocellular carcinoma oxaliplatin resistance through targeting miR-363-ABCC1 pathway. 60 In our analysis, MAGI2-AS3 and NR2F1-AS1 showed highly positive correlation with COL1A1 via miR-143-3p. In addition, the risk score model based on linear combination in the Cox regression analysis was identified to be an independent prognostic indicator with high sensitivity and specificity through ROC analysis. Therefore, our ceRNA network identified not only a series of confirmed lncRNAs, but also potential nonconfirmed lncRNAs in gastric cancer, such as RP11-999E24.3. Above all, we hypothesized that these lncRNAs may be involved in the development of gastric carcinomas and may impact the prognosis of patients with gastric cancer, which has excellent clinical research value.
| CONCLUSIONS
In conclusion, we constructed a ceRNA network by analyzing the lncRNA, miRNA, and mRNA expression profiles of gastric cancers from the TCGA database. We identified one upregulated lncRNA that may be involved in tumorigenesis and nine aberrantly expressed lncRNAs that may be useful to predict the overall survival of patients with gastric cancer. The potential mechanisms of these lncRNAs in gastric cancer should be researched to determine their feasibility as diagnostic or therapeutic biomarkers.
